. Structure-based multiple sequence alignment of 2C proteins from different enteroviruses. Multiple sequence alignment of 2C proteins from EV71, CA16， EV_D68, CVB3, HRV， PV and FMDV. Invariant residues are highlighted with red background; conserved residues are highlighted with yellow background. Secondary structure elements are shown on top of the sequence. Functional motifs and zinc finger are indicated. fig. S6 . Model of the C terminus of EV71 2C bound to 3C proteinase. Using structure of a peptide bound 3C proteinase (PDB ID: 3SJ9) as template, C-terminus of 2C (residues 322-329) was modelled using Coot, revealing an extended conformation. Cterminus of 2C (cyan) is shown with stick model; 3C proteinase (gray) is shown with molecular surface. S1', S1-S4 shows the peptide substrate binding pockets of 3C proteinase. 
